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<160> 10 

<170> Microsoft Office 97 



<210> 
<211> 
<212> 
<213> 



1 

1053 
DNA 

Glycine max 



<400> 1 

gataaccaaa 

gggcacctaa 

cagaaccatg 

tctaaggctg 

atccgtgaga 

ctagttagtt 

ctgatgacta 

gagacagcct 

ctcttcaatg 

acttcagttt 

gccaaaatta 

gttgt agaaa 

tctttccctc 

aattgcataa 

aaagtgatta 

acaaagctta 

gaatggaaac 

ggtttcagat 



aagcaatgga 
gacctatgtg 
ccaaacccat 
gttttgtgca 
gccaagatga 
gcagtgacca 
cataccatca 
tcggaacaag 
aggctatggc 
ttgaagggct 
tctgtgaggc 
acttgacagg 
aaactgatgc 
agatcctgaa 
tcatagatat 
gtttggatat 
aaatgttcat 
ctctaattga 



actctttgag 
tcttaagtgg 
t acagtttct 
gcagttcatg 
tcatgaatta 
ctgtttatct 
ctttggggaa 
cttttgggga 
aagtgattcc 
agattccatg 
atttccgaag 
aaccaataat 
agttctacta 
aaagtgtaaa 
aataataaat 
agttatgtcg 
tgaagcggga 
gctctatcct 



ggccaatctc 
gctgttcaac 
gacttggttt 
cgctttttgg 
gcatatgctc 
ccaatggttc 
tggattcgtg 
cttcttgaga 
cgaatggtag 
gtggatgttg 
ttgaaatgtg 
ttgagttttg 
aagtgggttt 
gattctattt 
gagaagctag 
actatgaatg 
ttcaaacact 
tag 



ttttgtacat 
taggtattcc 
ctactcttca 
cacacgatgg 
taacccctgc 
ggatgaatac 
gggaagaccc 
aaaaccctac 
acttggcact 
gtggtggaac 
ttgtgcttga 
tcggtggtga 
tacataattg 
caagcaaagg 
atgatccgga 
gaagagagcg 
gcaaaatatt 



gcagctatac 
agacataata 
aatttcacca 
aatctttgat 
atcaaagctt 
tgatccactt 
cacagtacat 
acaaatgagt 
caaaaattgc 
tggaaccaca 
ccttcctcat 
tatgttcaac 
gaatgacgaa 
caacaaagga 
tatgactcga 
aagtgaaaaa 
tcccatcttt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1053 



<210> 2 

<211> 350 

<212> PRT 

<213> Glycine max 

<400> 2 

Asp Asn Gin Lys Ala Met Glu Leu Phe Glu Gly Gin Ser Leu Leu Tyr 
15 10 15 

Met Gin Leu Tyr Gly His Leu Arg Pro Met Cys Leu Lys Trp Ala Val 
20 25 30 

Gin Leu Gly lie Pro Asp lie lie Gin Asn His Ala Lys Pro lie Thr 
35 40 45 



Val Ser Asp Leu Val Ser Thr Leu Gin lie Ser Pro Ser Lys Ala Gly 
50 55 60 



1 



Phe Val Gin Gin Phe Met Arg Phe Leu Ala His Asp Gly lie Phe Asp 
65 70 75 80 



lie Arg Glu Ser Gin Asp Asp His Glu Leu Ala Tyr Ala Leu Thr Pro 
85 90 95 

Ala Ser Lys Leu Leu Val Ser Cys Ser Asp His Cys Leu Ser Pro Met 
100 105 110 

Val Arg Met Asn Thr Asp Pro Leu Leu Met Thr Thr Tyr His His Phe 
115 120 125 

Gly Glu Trp lie Arg Gly Glu Asp Pro Thr Val His Glu Thr Ala Phe 
130 135 140 

Gly Thr Ser Phe Trp Gly Leu Leu Glu Lys Asn Pro Thr Gin Met Ser 
145 150 155 160 

Leu Phe Asn Glu Ala Met Ala Ser Asp Ser Arg Met Val Asp Leu Ala 
165 170 175 

Leu Lys Asn Cys Thr Ser Val Phe Glu Gly Leu Asp Ser Met Val Asp 
180 185 190 

Val Gly Gly Gly Thr Gly Thr Thr Ala Lys lie lie Cys Glu Ala Phe 
195 200 205 

Pro Lys Leu Lys Cys Val Val Leu Asp Leu Pro His Val Val Glu Asn 
210 215 220 

Leu Thr Gly Thr Asn Asn Leu Ser Phe Val Gly Gly Asp Met Phe Asn 
225 230 235 240 

Ser Phe Pro Gin Thr Asp Ala Val Leu Leu Lys Trp Val Leu His Asn 
245 250 255 

Trp Asn Asp Glu Asn Cys lie Lys lie Leu Lys Lys Cys Lys Asp Ser 
260 265 270 

lie Ser Ser Lys Gly Asn Lys Gly Lys Val lie lie lie Asp lie lie 
275 280 285 

lie Asn Glu Lys Leu Asp Asp Pro Asp Met Thr Arg Thr Lys Leu Ser 
290 295 300 

Leu Asp lie Val Met Ser Thr Met Asn Gly Arg Glu Arg Ser Glu Lys 
305 310 315 320 

Glu Trp Lys Gin Met Phe lie Glu Ala Gly Phe Lys His Cys Lys lie 
325 330 335 

Phe Pro lie Phe Gly Phe Arg Ser Leu lie Glu Leu Tyr Pro 
340 345 350 



<210> 3 

<211> 1160 

<212> DNA 

<213> Glycine max 



2 



<400> 3 

gtttgctatt 

tcaagctctc 

ggttgagctt 

ttcagagttg 

catgcgttat 

agcatatgct 

tccaatggtt 

gtgggttcat 

ctttatcaat 

tcagatgttg 

tgtggatgtt 

gctgaaatgc 

tttgacattt 

taagttggtt 

agaagctatt 

cgaaaacaaa 

atgtattatt 

agggttccaa 

tccttgaata 

ataaaagtta 



atggcttctt 
ttgtacaaac 
gacatacccg 
gtgtcaattc 
ctagcacaca 
ctcactgctg 
gagtattttc 
gaggaagatc 
aaagaccctg 
aacttggcgt 
ggtggtggaa 
atggtgttgg 
gttggtgggg 
ttacataatt 
tcaggtgaaa 
gatgagcgcc 
aatggaaaag 
agctacaaaa 
ctgacgctgc 
tctttgtgtt 



cattaaacaa 
atttgcttgg 
acataatcca 
tacaagtccc 
atggattctt 
cttcagagtt 
ttgaaccaaa 
tcacagtatt 
catataacaa 
ttagagattg 
ctggaatcac 
aacgtccaaa 
acatgtttaa 
ggaatgacaa 
gcaaaacagg 
aagttactga 
agagaaaaga 
tatctccctt 
aatattccat 



tggccgtaaa 
cttcatagat 
cagccatagc 
accaactaaa 
tgagatagta 
acttgtcaaa 
ttgtcaaggt 
tgaggtctcc 
gtcattcaat 
caattgggtc 
agcaaagatt 
tgttgtggaa 
atgcatcccc 
cgattgcatg 
aaaagtagtt 
actaaagctc 
agaagattgg 
cacaggatat 
ttagtagtta 



gcaagtgaga 
tctaagtgtc 
catggccaac 
actcgtcagg 
agaatccatg 
agcagtgagc 
gcatggaacc 
tt aggaacac 
gaggcaatgg 
tttgagggac 
atctgtgagg 
aatttgtcag 
aaggctgatg 
aagatattag 
gtcatagata 
cttatggatg 
aagaaactct 
ttgtctctta 
atttgcatgt 



tttttcaagg 
taaaatggat 
ccattacttt 
tgcagagcct 
acaacataga 
ttagtttagc 
agttgaagag 
ctttctggga 
cttgtgattc 
tggaatccat 
cttttcctaa 
gaagcaacaa 
cagttctgct 
aaaattgtaa 
ctgtgataaa 
tacacatggc 
tcatggaagc 
ttgagatcta 
tatcaataaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1160 



<210> 4 

<211> 358 

<212> PRT 

<213> Glycine max 



<400> 4 

Met Ala Ser Ser Leu Asn Asn Gly Arg Lys Ala Ser Glu lie Phe Gin 

15 10 15 

Gly Gin Ala Leu Leu Tyr Lys His Leu Leu Gly Phe lie Asp Ser Lys 



20 



25 



30 



Cys Leu Lys Trp Met Val Glu Leu Asp lie Pro Asp lie lie His Ser 
35 40 45 

His Ser His Gly Gin Pro lie Thr Phe Ser Glu Leu Val Ser lie Leu 
50 55 60 

Gin Val Pro Pro Thr Lys Thr Arg Gin Val Gin Ser Leu Met Arg Tyr 
65 70 75 80 

Leu Ala His Asn Gly Phe Phe Glu lie Val Arg lie His Asp Asn lie 
85 90 95 

Glu Ala Tyr Ala Leu Thr Ala Ala Ser Glu Leu Leu Val Lys Ser Ser 
100 105 110 

Glu Leu Ser Leu Ala Pro Met Val Glu Tyr Phe Leu Glu Pro Asn Cys 
115 120 125 

Gin Gly Ala Trp Asn Gin Leu Lys Arg Trp Val His Glu Glu Asp Leu 
130 135 140 

Thr Val Phe Glu Val Ser Leu Gly Thr Pro Phe Trp Asp Phe lie Asn 
145 150 155 160 

Lys Asp Pro Ala Tyr Asn Lys Ser Phe Asn Glu Ala Met Ala Cys Asp 
165 170 175 



3 



Ser Gin Met Leu Asn Leu Ala Phe Arg Asp Cys Asn Trp Val Phe Glu 
180 185 190 

Gly Leu Glu Ser He Val Asp Val Gly Gly Gly Thr Gly He Thr Ala 
195 200 205 

Lys He He Cys Glu Ala Phe Pro Lys Leu Lys Cys Met Val Leu Glu 
210 215 220 

Arg Pro Asn Val Val Glu Asn Leu Ser Gly Ser Asn Asn Leu Thr Phe 
225 230 235 240 

Val Gly Gly Asp Met Phe Lys Cys He Pro Lys Ala Asp Ala Val Leu 
245 250 255 

Leu Lys Leu Val Leu His Asn Trp Asn Asp Asn Asp Cys Met Lys lie 
260 265 270 

Leu Glu Asn Cys Lys Glu Ala He Ser Gly Glu Ser Lys Thr Gly Lys 
275 280 285 

Val Val Val lie Asp Thr Val He Asn Glu Asn Lys Asp Glu Arg Gin 
290 295 300 

Val Thr Glu Leu Lys Leu Leu Met Asp Val His Met Ala Cys He lie 
305 '310 315 320 

Asn Gly Lys Glu Arg Lys Glu Glu Asp Trp Lys Lys Leu Phe Met Glu 
325 330 335 

Ala Gly Phe Gin Ser Tyr Lys lie Ser Pro Phe Thr Gly Tyr Leu Ser 
340 345 350 

Leu He Glu He Tyr Pro 
355 

<210> 5 

<211> 1065 

<212> DNA 

<213> Glycine max 

<400> 5 

atggcttcaa tgaataacca aaaagaaatt gagctctttg agggccaatc tcttctgtac 60 

atgcagctat atgggcacct aagacctatg tgtcttaagt gggctgttca actaggtatt 120 

ccagacataa tacagaacca tgccaaaccc atttctcttt ctgacttggt ctctactctt 180 

caaattccac cagctaacgc tgcttttgtg cagcggttca tgcgcttctt ggcacacaat 240 

ggaatctttg agatccatga gagccaagaa gatcatgaac taacatatgc tctaacccct 300 

gcatcaaagc ttcttgtcaa tagtagtgat cattgtctat ctccaatggt tctagcgttt 360 

accgatccac ttcggaacgt taaataccat cacttggggg aatggattcg tggggaggac 420 

ccctcagtat ttgagacagc ccacggaaca agcgcttggg gacttcttga gaaaaatcct 480 

gaatatttta gtctcttcaa tgaggctatg gcaagtgatt cccgaatagt agacttggca 540 

ctcaaaaatt gcacttcagt ttttgagggg ctagattcca tggtggatgt tggtggtgga 600 

actggaacca cggccagaat tatctgtgac gcatttccta agttgaaatg tgttgtgctt 660 

gaccttcctc atgttgtaga gaacttgaca gggaccaata atttgagttt tgttggtggt 720 

gacatgttca actctatccc tcaagctgat gcagtgctac taaagtgggt tttacataat 780 

tggaccgacg aaaattgcat aaagatcctg caaaagtgta gagattctat ttcaagcaaa 840 

ggcaacagtg gaaaagtgat tatcatagat gccgtaataa atgagaagct agatgacccg 900 

gatatgacac aaacaaagct tagtttggac attattatgt tgacgatgaa tggaagagag 960 



4 



agaacggaaa aagaatggaa acaactcttc atcgaagcag gattcaaaca ctacaaaata 1020 
tttcccatct ttggttttag atctctgatt gaggtctatc cttga 1065 

<210> 6 

<211> 351 

<212> PRT 

<213> Glycine max 

<400> 6 

Met Ala Ser Met Asn Asn Gin Lys Glu lie Glu Leu Phe Glu Gly Gin 
15 10 15 

Ser Leu Leu Tyr Met Gin Leu Tyr Gly His Leu Arg Pro Met Cys Leu 
20 25 30 

Lys Trp Ala Val Gin Leu Gly lie Pro Asp lie lie Gin Asn His Ala 
35 40 45 

Lys Pro lie Ser Leu Ser Asp Leu Val Ser Thr Leu Gin lie Pro Pro 
50 55 60 

Ala Asn Ala Ala Phe Val Gin Arg Phe Met Arg Phe Leu Ala His Asn 
65 70 75 80 

Gly lie Phe Glu lie His Glu Ser Gin Glu Leu Thr Tyr Ala Leu Thr 
85 90 95 

Pro Ala Ser Lys Leu Leu Val Asn Ser Ser Asp His Cys Leu Ser Pro 
100 105 110 

Met Val Leu Ala Phe Thr Asp Pro Leu Arg Asn Val Lys Tyr His His 
115 120 125 

Leu Gly Glu Trp lie Arg Gly Glu Asp Pro Ser Val Phe Glu Thr Ala 
130 135 140 

His Gly Thr Ser Ala Trp Gly Leu Leu Glu Lys Asn Pro Glu Tyr Phe 
145 150 155 160 

Ser Leu Phe Asn Glu Ala Met Ala Ser Asp Ser Arg lie Val Asp Leu 
165 170 175 

Ala Leu Lys Asn Cys Thr Ser Val Phe Glu Gly Leu Asp Ser Met Val 
180 185 190 

Asp Val Gly Gly Gly Thr Gly Thr Thr Ala Arg He He Cys Asp Ala 
195 200 205 

Phe Pro Lys Leu Lys Cys Val Val Leu Asp Leu Pro His Val Val Glu 
210 215 220 

Asn Leu Thr Gly Thr Asn Asn Leu Ser Phe Val Gly Gly Asp Met Phe 
225 230 ' 235 240 

Asn Ser He Pro Gin Ala Asp Ala Val Leu Leu Lys Trp Val Leu His 
245 250 255 

Asn Trp Thr Asp Glu Asn Cys He Lys lie Leu Gin Lys Cys Arg Asp 
260 265 270 



5 



Ser lie Ser Ser Lys Gly Asn Ser Gly Lys Val lie lie lie Asp Ala 
275 280 285 



Val lie Asn Glu Lys Leu Asp Asp Pro Asp Met Thr Gin Thr Lys Leu 
290 295 300 

Ser Leu Asp lie lie Met Leu Thr Met Asn Gly Arg Glu Arg Thr Glu 
305 310 315 320 

Lys Glu Trp Lys Gin Leu Phe lie Glu Ala Gly Phe Lys His Tyr Lys 
325 330 335 

lie Phe Pro lie Phe Gly Phe Arg Ser Leu lie Glu Val Tyr Pro 
340 345 350 

<210> 7 

<211> 1253 

<212> DNA 

<213> Glycine max 



<400> 7 

ccaaaaagca 

cctaagacct 

ccatgccaaa 

ggctggtttt 

tgagagccaa 

tagttgcagt 

gactacatac 

agccttcgga 

caatgaggct 

agtttttgaa 

aattatctgt 

agaaaacttg 

ccctcaaact 

cataaagatc 

gattatcata 

gcttagtttg 

gaaacaaatg 

cagatctcta 

tttgcgcatg 

tggaattaca 

ttctcattcc 



atggaactct 
atgtgtctta 
cccattactc 
gtgcagcagt 
gatgatcatg 
gaccactgtt 
catcactttg 
acaagctttt 
atggcaagtg 
gggctagatt 
gaggcatttc 
acaggaacca 
gatgcagttc 
ctgaaaaagt 
gatataataa 
gatatagtta 
ttcattgaag 
attgagctct 
ttgtgatgag 
atatgttcct 
tatttggcca 



ttgagggcca 
agtgggctgt 
tttctgattt 
tcatgcgctt 
aattagcata 
tatctccaat 
gggaatggat 
ggggacttct 
attcccgaat 
ccatggtgga 
cgaagttgaa 
ataatttgag 
tactaaagtg 
gtaaagatt c 
taaatgagaa 
tgtcgactat 
cgggattcca 
atccttagac 
ctgaataaag 
taccactagc 
aaataaattg 



atctcttttg 
tcaactaggt 
ggtctctact 
tttggcacac 
tgctctaacc 
ggttcggatg 
tcgtggggaa 
tgagaaaaac 
ggtagacttg 
tgttggtggt 
atgtgttgtg 
ttttgtcggt 
ggttttacat 
tatttcaagc 
gctagatgac 
gaatggaaga 
acactgcaaa 
atatatccta 
ctatgatggc 
tataggtggt 
aatgaacatg 



tacatgcagc 
attccagaca 
cttcaaattc 
gatggaatct 
cctgcttcaa 
aatactgatc 
gaccccacag 
cctacacaaa 
gcactcaaaa 
ggaactggaa 
cttgaccttc 
ggtgacatgt 
aattggaatg 
aaaggcaaca 
ccggatatga 
gagcgaagtg 
atatttccca 
gcttgttatg 
atagcattgt 
taaatgtt ca 
taatggattt 



tatatgggca 
taatacagaa 
caccatctaa 
ttgatatccg 
agcttctagt 
cacttctgat 
tacatgagac 
tgagtctctt 
attgcacttc 
ccacagccag 
ctcatgttgt 
tcaactcttt 
acgaaaattg 
gaggaaaagt 
ctcgaacaaa 
aaaaagaatg 
tctttggttt 
cattttatag 
caacttctgg 
gtgtacggat 
agt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1253 



<210> 8 

<211> 348 

<212> PRT 

<213> Glycine max 

<400> 8 

Gin Lys Ala Met Glu Leu Phe Glu Gly Gin Ser Leu Leu Tyr Met Gin 
15 10 15 

Leu Tyr Gly His Leu Arg Pro Met Cys Leu Lys Trp Ala Val Gin Leu 
20 25 30 

Gly lie Pro Asp lie lie Gin Asn His Ala Lys Pro lie Thr Leu Ser 
35 40 45 



Asp Leu Val Ser Thr Leu Gin lie Pro Pro Ser Lys Ala Gly Phe Val 
50 55 60 



6 



Gin Gin Phe Met Arg Phe Leu 
65 70 



Ala His Asp Gly lie Phe 
75 



Asp lie Arg 
80 



Glu Ser Gin Asp Asp 
85 



His Glu Leu Ala Tyr Ala Leu Thr Pro Ala Ser 
90 95 



Lys Leu Leu Val Ser 
100 



Cys Ser Asp His Cys Leu Ser Pro Met Val Arg 
105 110 



Met Asn Thr Asp Pro 
115 

Trp lie Arg Gly Glu 
130 



Leu Leu Met Thr Thr Tyr His His 
120 125 

Asp Pro Thr Val His Glu Thr Ala 
135 140 



Phe Gly Glu 
Phe Gly Thr 



Ser Phe Trp Gly Leu Leu Glu 
145 150 



Lys Asn Pro Thr Gin Met 
155 



Ser Leu Phe 
160 



Asn Glu Ala Met Ala 
165 



Ser Asp Ser Arg Met Val Asp Leu 
170 



Ala Leu Lys 
175 



Asn Cys Thr Ser Val 
180 



Phe Glu Gly Leu Asp Ser Met Val 
185 



Asp Val Gly 
190 



Gly Gly Thr Gly Thr Thr Ala 
195 



Arg lie lie Cys Glu Ala Phe Pro Lys 
200 205 



Leu Lys Cys Val Val Leu Asp 
210 215 



Leu Pro His Val Val Glu Asn Leu Thr 
220 



Gly Thr Asn Asn Leu Ser Phe 
225 230 



Val Gly Gly Asp Met Phe 
235 



Asn Ser Phe 
240 



Pro Gin Thr Asp Ala 
245 



Val Leu Leu Lys Trp Val Leu His 
250 



Asn Trp Asn 
255 



Asp Glu Asn Cys lie Lys lie 
260 

Ser Lys Gly Asn Arg Gly Lys 
275 



Leu Lys Lys Cys Lys Asp 
265 

Val lie lie lie Asp lie 
280 285 



Ser lie Ser 
270 

lie lie Asn 



Glu Lys Leu Asp Asp Pro Asp 
290 295 



Met Thr Arg Thr Lys Leu Ser Leu Asp 
300 



lie Val Met Ser Thr Met Asn 
305 310 



Gly Arg Glu Arg Ser Glu 
315 



Lys Glu Trp 
320 



Lys Gin Met Phe lie 
325 



Glu Ala Gly Phe Gin His Cys Lys lie Phe Pro 
330 335 



lie Phe Gly Phe Arg 
340 



Ser Leu lie Glu Leu Tyr Pro 
345 



<210> 9 

<211> 1065 

<212> DNA 

<213> Glycine max 
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<400> 9 

atggcttcaa 

atgcagctat 

ccagacataa 

caaattccac 

ggaatctttg 

gcatcaaagc 

accgatccac 

ccctcagtat 

gaatatttta 

ctcaaaaatt 

actggaacca 

gaccttcctc 

gacatgttca 

tggaccgacg 

ggcaacagtg 

gatatgacac 

agaacggaaa 

tttcccatct 



tgaataacca 
atgggcacct 
tacagaacca 
cagctaacgc 
agatccatga 
ttcttgtcaa 
ttcggaacgt 
ttgagacagc 
gtctcttcaa 
gcacttcagt 
cggccagaat 
atgttgtaga 
actctatccc 
aaaattgcat 
gaaaagtgat 
aaacaaagct 
aagaatggaa 
ttggttttag 



aaaagaaatt 
aagacctatg 
tgccaaaccc 
tgcttttgtg 
gagccaagaa 
tagtagtgat 
taaataccat 
ccacggaaca 
tgaggctatg 
ttttgagggg 
tatctgtgac 
gaacttgaca 
tcaagctgat 
aaagatcctg 
tatcatagat 
tagtttggac 
acaactcttc 
atctctgatt 



gagctctttg 
tgtcttaagt 
atttctcttt 
cagcggttca 
gatcatgaac 
cattgtctat 
cacttggggg 
agcgcttggg 
gcaagtgatt 
ctagattcca 
gcatttccta 
gggaccaata 
gcagtgctac 
caaaagtgta 
gccgtaataa 
attattatgt 
atcgaagcag 
gaggtctatc 



agggccaatc 
gggctgttca 
ctgacttggt 
tgcgcttctt 
taacatatgc 
ctccaatggt 
aatggattcg 
gacttcttga 
cccgaatagt 
tggtggatgt 
agttgaaatg 
atttgagttt 
taaagtgggt 
gagattctat 
atgagaagct 
tgacgatgaa 
gattcaaaca 
cttga 



tcttctgtac 
actaggtatt 
ctctactctt 
ggcacacaat 
tctaacccct 
tctagcgttt 
tggggaggac 
gaaaaatcct 
agacttggca 
tggtggtgga 
tgttgtgctt 
tgttggtggt 
tttacataat 
ttcaagcaaa 
agatgacccg 
tggaagagag 
ctacaaaata 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1065 



<210> 10 

<211> 350 

<212> PRT 

<213> Glycine max 

<400> 10 

Ala Ser Met Asn Asn Gin Lys Glu lie Glu Leu Phe Glu Gly Gin Ser 
15 10 15 

Leu Leu Tyr Met Gin Leu Tyr Gly His Leu Arg Pro Met Cys Leu Lys 
20 25 30 

Trp Ala Val Gin Leu Gly lie Pro Asp lie lie Gin Asn His Ala Lys 
35 40 45 

Pro lie Ser Leu Ser Asp Leu Val Ser Thr Leu Gin lie Pro Pro Ala 
50 55 60 

Asn Ala Ala Phe Val Gin Arg Phe Met Arg Phe Leu Ala His Asn Gly 
65 70 75 80 

lie Phe Glu lie His Glu Ser Gin Glu Leu Thr Tyr Ala Leu Thr Pro 
85 90 95 

Ala Ser Lys Leu Leu Val Asn Ser Ser Asp His Cys Leu Ser Pro Met 
100 105 110 

Val Leu Ala Phe Thr Asp Pro Leu Arg Asn Val Lys Tyr His His Leu 
115 120 125 

Gly Glu Trp lie Arg Gly Glu Asp Pro Ser Val Phe Glu Thr Ala His 
130 135 140 

Gly Thr Ser Ala Trp Gly Leu Leu Glu Lys Asn Pro Glu Tyr Phe Ser 
145 150 155 160 



Leu Phe Asn Glu Ala Met Ala Ser Asp Ser Arg lie Val Asp Leu Ala 
165 170 175 



* 



Leu Lys Asn Cys 
180 

Val Gly Gly Gly 
195 

Pro Lys Leu Lys 
210 

Leu Thr Gly Thr 
225 

Ser lie Pro Gin 



Trp Thr Asp Glu 
260 

lie Ser Ser Lys 
275 

lie Asn Glu Lys 
290 

Leu Asp lie lie 
305 

Glu Trp Lys Gin 



Phe Pro lie Phe 
340 



Thr Ser Val Phe 



Thr Gly Thr Thr 
200 

Cys Val Val Leu 
215 

Asn Asn Leu Ser 
230 

Ala Asp Ala Val 
245 

Asn Cys lie Lys 



Gly Asn Ser Gly 
280 

Leu Asp Asp Pro 
295 

Met Leu Thr Met 
310 

Leu Phe lie Glu 
325 

Gly Phe Arg Ser 



Glu Gly Leu Asp 
185 

Ala Arg He He 



Asp Leu Pro His 
220 

Phe Val Gly Gly 
235 

Leu Leu Lys Trp 
250 

He Leu Gin Lys 
265 

Lys Val He He 



Asp Met Thr Gin 
300 

Asn Gly Arg Glu 
315 

Ala Gly Phe Lys 
330 

Leu He Glu Val 
345 



Ser Met Val Asp 
190 

Cys Asp Ala Phe 
205 

Val Val Glu Asn 



Asp Met Phe Asn 
240 

Val Leu His Asn 
255 

Cys Arg Asp Ser 
270 

He Asp Ala Val 
285 

Thr Lys Leu Ser 



Arg Thr Glu Lys 
320 

His Tyr Lys He 
335 

Tyr Pro 
350 
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